ABSTRACT Streptococcus salivarius is a prevalent commensal species of human oral mucosal surfaces. S. salivarius strain HS0302 produces the type AII lantibiotic salivaricin A2. Here, we report its draft genome sequence, revealing its potential to produce a variety of bacteriocins.
119712) and salivaricin 9 (105248 to 105418), which is unique among other reported S. salivarius strains. The whole sequence of the megaplasmid in S. salivarius HS0302 was compared with nucleotide BLAST to that of the S. salivarius K12 megaplasmid, which contains the salivaricin A2 and salivaricin B biosynthesis gene clusters. The comparison showed that the two megaplasmids share only 12% similarity. In addition to the two salivaricins, more than 10 putative bacteriocin biosynthesis gene clusters are identified from its chromosomal sequence through antiSMASH using default settings (10) . It has been shown that one bacterium can contain genes for multiple bacteriocins; however, many of these genes are expressed only under certain circumstances, making the isolation process difficult (11) . The draft genome sequence of S. salivarius HS0302 will be of interest for future studies aimed at identifying novel bacteriocins and for developing the strain into probiotics.
Data availability. This draft genome sequence has been deposited at DDBJ/ENA/ GenBank under the accession no. NSIW00000000. The publicly available raw data are available under the SRA accession no. PRJNA400312.
